Supplement 1. Power analysis (Willis et al. 2003) This approach is designed for assessing an analysis of count data fitted on a Poisson distribution. Although the Poisson model assumes equality of the mean and the variance, count data are typically overdispersed, with the variance (σ 2 ) equalling the sum of the mean and an over-dispersion parameter estimate of (σ 2 = Φμ). The over-dispersion parameter (Φ) is calculated by dividing the model deviance by the residual degrees of freedom, and is also known as the residual deviance. By incorporating the overdispersion parameter, the ratio of 2 predicted means (k) can be used to estimate the upper bound (β) on the probability of a Type II error, taken as the probability of having a standard-normal quantile (Z β )
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Where n is the sample size, α is the Type I error rate of the test, here equalling 0.05 and resulting in a Z α/2 of 1.96; µ 1 is the lower of the 2 means. From this equation the required number of samples to achieve a stipulated effect size (k) with a desired power (Z β ) can be estimated by making n the subject of the equation. In this study, a power analysis was used to determine the optimal number of samples required to detect an effect size of 2, a 50% decrease from the maximum of a predicted mean. This could reflect a doubling or halving of a population, and is thought to be a biologically meaningful effect criterion considering the levels of natural variability in fish populations (Edgar & Barrett 1999 , Willis et al. 2003 Table S2 .3. Summary of the fixed effects from the GLMM investigating the effects of bait on the abundance of species grouped according to their trophic guild. Significance levels: · < 0.1; * < 0.05; ** < 0.01; *** < 0.001
Best fit model results

Fixed effects log(Odds ratio) SE Z-value
Intercept ( Log(OR) ± SE MaxN ± SD Z-value log(OR) ± SE MaxN ± SD Z-value log(OR) ± SE MaxN ± SD Z-value Intercept ± RUV -2.26 ± 0.30 0.73 ± 0.47 -7.50 *** -3.13 ± 0.42 0.32 ± 0.21 -7.52 *** -3.23 ± 0.47 0.27 ± 0.15 -6.87 *** BRUV 0.55 ± 0.35 1.39 ± 0.90 1.58
1.77 ± 0.45 1.84 ± 1.20 3.94 *** 1.69 ± 0.42 1.44 ± 0.63 4.04 ***
